: Sequence of the APOA1 natural antisense transcript and areas targeted by siRNAs; Related to figure 3A. A 563 bp long APOA1-AS transcript (DA327409, http://genome.ucsc.edu) shares 123 nucleotide-long overlapping region with the fourth exon of APOA1 mRNA. The transcript contains two exons that spans over ~20 kb region on the genome. Table S1 : Primers designed to analyze histone modification dynamics spanning ~50 kb region of APO gene cluster; Related to figure 4.
Specific primers were designed to systematically cover ~50kb region of the APO gene cluster region. Following chromatin immuno-precipitation using specific histone methylation antibodies, DNA was purified and quantified with these primers using quantitative PCR. . 80 phosphothioate-bond antisense oligonucleotides (AntagoNATs) were designed to cover the full sequence of the APOA1-AS. These oligonucleotides were transfected in vitro in HepG2 cells and cells were harvested 48 hours after transfection for RNA isolation and mRNA expression relative to control (red line) was quantitated using real time PCR. Active AntagoNATs appeared to cluster into two major "hot spots" on the APOA1-AS NAT sequence. 
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